The sequence homology between the RNA genomes of Cricket paralYSiS virus (CrPV) and Drosophila C virus (DCV) strains have been compared using cDNA hybridization analysis. Results show 60 to 85~ homology between DCV strains obtained from different geographical locations. There was no detectable sequence homology between DCV and CrPV.
RNA and cDNA were prepared as described in the text. Hybridizations were at 60 °C for 2.5 h in 0.18 M-NaC1, 10 mM-Tris-HC1 pH 7.0, 1 m~I-EDTA, 0-05~ (w/v) SDS. Hybrid formation was assayed using $1 nuclease and adsorption to DEAE-cellulose filters (Maxwell et aL, I978) .
described by Robinson et al. (1980) . Hybrid formation was assayed using $1 nuclease and adsorption to DEAE-cellulose filters (Maxwell et al., 1978) . 32p-labelled c D N A was prepared using oligo(dT)12_i8 or random D N A fragments as a primer, under conditions described by C a n n e t al. (1983) . 32p-cDNA was analysed in 1.4~ alkaline agarose gels (McDonnell et al., 1977) , using 2 D N A cut with HindlII and E c o R I restriction endonucleases as markers. Fig. 1 shows the autoradiograph of 3zp-labelled c D N A synthesized from CrPV RNA, using either random priming or oligo(dT) as a primer. Random priming gave c D N A fragments less than 300 base pairs in length and was therefore suitable for use in the Rot tests, cDNA made against other virus RNAs under similar conditions has been shown to represent all RNA template sequences equally (Gould & Symons, 1977) . By contrast, when oligo (dT)l 2-18 was used as a primer, discrete bands of cDNA were seen, the largest of these corresponding to 8500 base pairs or a mol. wt. about 2.8 x 106. This suggested that full length cDNA was being synthesized, indicating that the complete RNA sequence was available to be copied. Fig. 2 (a) shows the kinetics of hybridization of DCVG cDNA with DCV6, DCVc, DCVT and CrPV RNA and Fig. 2(b) between DCVT cDNA and DCVT, DCVG, DCVo and CrPV RNA. At the highest concentration of RNA, in the homologous reactions, 65~ (DCVG) and 60~ (DCVT) of the cDNA became $1 nuclease-resistant after hybridization. In the absence of RNA 6 to 8~ of the cDNA was resistant. These values are taken to represent 100~ and 0~ hybridization respectively.
In Fig. 2 (a) , a single sharp transition was observed in the homologous reaction and gave a R0t~ value (initial RNA concentration × time, for 50~ hybridization) of 7.9 x 10 -3 mol.s/1. Hybridization with DCVc RNA also showed a single sharp transition but at one-quarter the rate of the homologous reactions. Since the maximum amount of hybrid format!on was 85 ~ that of the homologous reaction, DCVc probably has at least this amount of sequence homology with DCVG. Hybridization with DCVT RNA occurred only at very high values of Rot and had a R0t~ value of 1.41 x 10-~ mol. s/l, indicating that DCVG and DCVT may share about 6~ common nucleotide sequence (compare Gould & Symons, 1977) . When DCVT cDNA was hybridized with the RNAs of DCVT, DCVo, DCV6 and CrPV (Fig. 2b) , similar Rot~ values (3.16 x 10 -2 to 3.9 x 10-2 mol. s/l) were obtained, with the exception of CrPV RNA. The extent of hybrid formation was 71 ~ for DCVG and 60~ for DCVo. CrPV RNA did not hybridize with either DCVG or DCVT cDNA, even at high values of Rot, implying little if any sequence homology between DCV and CrPV. Hybridization of CrPV cDNA with CrPV RNA gave a single sharp transition with a R0t~, value of 3.54 x 10 -3 mol.s/1, whilst no hybridization was detected between CrPV cDNA and DCVG or DCVT RNA (data not shown). Since we did not observe any biphasic component in rates of hybridization we concluded that few, if any, of the RNAs had reiterated sequences.
Our experience with DCV and CrPV is consistent with the oligonucleotide fingerprinting data ; these viruses have little, if any, sequence homology. Hence, the serological interaction between DCV and antiserum raised against CrPV (and vice versa) cannot be explained by similarities in extensive regions of the primary sequence. By contrast, the DCV isolates from geographically distinct regions have many properties in common, with the French isolates (C and G) being most, and the Moroccan isolate (T) least similar in the sequence of their RNA. In infected D. melanogaster cells the different DCV isolates induce proteins with similar mol. wt. and partial proteolysis products. Consequently, the distinguishable RNA sequences revealed by cDNA hybridization analysis probably occur in regions of the genome that are not expressed. Recognizing the mechanism of RNA translation into a polyprotein (Moore et aL, 1980) , the distinguishable sequences probably occur at the 3' and 5' ends. Hence, to determine fully the differences between the strains it will be necessary to perform sequence analysis of the genome.
